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Abstract: The orphan G-protein coupled receptor (GPCR), GPR18, has been recently proposed as
a potential member of the cannabinoid family as it recognizes several endogenous, phytogenic,
and synthetic cannabinoids. Potential therapeutic applications for GPR18 include intraocular pressure,
metabolic disorders, and cancer. GPR18 has been reported to have high constitutive activity, i.e.,
activation/signaling occurs in the absence of an agonist. This activity can be reduced significantly by
the A3.39N mutation. At the intracellular (IC) ends of (transmembrane helices) TMH3 and TMH6 in
GPCRs, typically, a pair of oppositely charged amino acids form a salt bridge called the “ionic lock”.
Breaking of this salt bridge creates an IC opening for coupling with G protein. The GPR18 “ionic
lock” residues (R3.50/S6.33) can form only a hydrogen bond. In this paper, we test the hypothesis that
the high constitutive activity of GPR18 is due to the weakness of its “ionic lock” and that the A3.39N
mutation strengthens this lock. To this end, we report molecular dynamics simulations of wild-type
(WT) GPR18 and the A3.39N mutant in fully hydrated (POPC) phophatidylcholine lipid bilayers.
Results suggest that in the A3.39N mutant, TMH6 rotates and brings R3.50 and S6.33 closer together,
thus strengthening the GPR18 “ionic lock”.
Keywords: GPR18; cannabinoids; homology model; G protein-coupled receptor; constitutive activity;
molecular dynamics
1. Introduction
GPR18 is an orphan cannabinoid-like receptor that belongs to the class A family of G-protein
coupled receptors (GPCRs). GPR18 is highly expressed in the central nervous system and lymphoid
tissues and it displays high constitutive activity in cells. Its modulation has been associated with
numerous physiopathological processes, such as cellular migration, immunomodulation, sperm
physiology, cardiac physiology, obesity, intraocular pressure, pain, and cancer, among others [1–5].
The lipid derivative, N-arachidonoyl glycine (NAGly), has been proposed as the putative
endogenous ligand for this receptor [6–8]. Likewise, the endogenous polyunsaturated fatty acid
metabolite, Resolvin D2 (RvD2), implicated in inflammatory processes, has also been reported to target
GPR18 [9]. Nonetheless, the International Union of Pharmacology (IUPHAR) still categorizes GPR18
as an orphan GPCR due to the lack of consistency amongst reports [10,11] and the existence of limited
in vivo evidence [12–14].
GPR18 shows relatively low sequence homology with the cannabinoid receptors type 1 and type
2 (CB1 and CB2) (~13% and 8%), yet a sub-set of endogenous, phytogenic, and synthetic cannabinoid
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ligands have been shown to modulate GPR18 [14]. This fact has prompted numerous studies to
understand the relationship between GPR18 and the endocannabinoid system, which comprises the
CB1 and CB2 receptors; endogenous ligands, anandamide, and 2-arachidonoylglycerol (2-AG); their
associated enzymes; and transporter.
GPR18 signaling pathways are still not fully explored due to the lack of pharmacological tools,
challenging heterologous expression and high intracellular receptor expression [3,15]. Coupling to
Gαi/o and Gαq has been reported for GPR18 [5–8,16], whereas GPR18 did not couple to other G
proteins tested, including Gαs, Gαz, and Gα15 [10]. Several research groups have found that GPR18
has high constitutive activity [3,15]. For instance, Glass and coworkers observed that introduction
of an A3.39N mutation triggered a reduction in constitutive activity, as well as a higher steady-state
surface receptor expression [15]. The role of the residue located at position 3.39 has been suggested to
be relevant at the sodium binding pocket and to be critical to the control of constitutive activation at
specific GPCRs, such as the chemokine receptors [17–19].
At the intracellular (IC) end of class A GPCRs, an “ionic lock” formed typically by R3.50 and
D/E6.30 forms a salt bridge that holds the receptor in its inactive state. Breaking of this lock creates
an opening to allow coupling with G-protein, i.e., signaling. While GPR18 has an arginine at 3.50,
it lacks a negatively charged residue at the end of TMH6. Instead, GPR18 has a hydrogen bonding
residue, S6.33, at this position that interacts with R3.50. In this paper, we test the hypothesis that the
high constitutive activity of GPR18 is due to the weakness of the GPR18 “ionic lock” and that the
A3.39N mutation strengthens this lock and thereby reduces constitutive activity. To this end, we have
constructed homology models of wild-type (WT) GPR18 and the A3.39N mutant in their inactive states.
These models were used to conduct molecular dynamics simulations of WT GPR18 and the A3.39N
mutant in fully hydrated 1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine (POPC) lipid bilayers. Our
results suggest that the presence of N3.39 can lead (via changes in the sodium binding pocket) to a
TMH6 rotation that brings R3.50 and S6.33 closer together, thus strengthening the “ionic lock” in the
A3.39N mutant and reducing constitutive activity.
These molecular modeling studies provide structural insights into GPR18 and its activation.
Knowledge gained in the present study should provide a structural basis for mutation studies of
GPR18 and the development of novel ligands for GPR18.
2. Results and Discussion
2.1. GPR18 Model Development
Our GPR18 homology model of GPR18 was constructed using the X-ray crystal structure of the
delta opioid receptor (DOR) at a 1.8 Å resolution as a template (PDB identifier: 4N6H). The rationale
for the choice of template is provided in the Methods section. Upon mutation of the crystal template,
the initial model was refined on the basis of sequence divergences between GPR18 (Figure 1) and the
DOR crystal structure. Conformational differences in specific transmembrane helices were investigated
using the simulated annealing/Monte Carlo (MC) conformational analysis method of conformational
memories (CM) as described in the Methods.
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Figure 1. Helix net of the human GPR18 sequence. Among class A GPCRs, the most highly conserved
residue in each helix is colored blue. GPR18 has a proline at P3.36, it lacks the highly conserved proline at
position 7.50, bearing a valine at that position instead. A key disulfide bridge between the extracellular
loop 2 (EC-2) and the top of TMH3 is indicated by a double headed arrow. Black arrowheads indicate
specific residue numbers in the GPR18 sequence (absolute and Ballesteros-Weinstein numbering).
2.1.1. TMH3
In the GPR18 sequence, there is a P3.36 in TMH3 (transmembrane helix 3) that is unique. Since
the presence of a proline introduces a kink in the helix (well documented in previous reports) [20],
the CM method was used to explore the possible conformational space of TMH3. To achieve this
goal, an initial regular α-helix was built and then variations around the proline kink region were
introduced. This region includes the residues from P3.36 to T3.32. The range of variations was:
−120◦ < ϕ < 40◦, −70◦ < ψ < 0◦ and −160◦ <ω < 160◦. These values were extracted from the Protein
Data Bank [21]. Finally, the 103 structures generated by CM were superimposed from P3.36 to Q3.56.
Results were compared with the template. Although TMH3 in the DOR crystal structure lacks a P3.36
(M3.36 instead), it is bent in this region with an average bend angle of 16.5◦, calculated using the
ProKink program [22]. This bend is structurally explained by the presence of T3.38 in a gauche minus
(g− = 0◦ < χ1 < 120◦) dihedral. Average Ser/Thr kinks measured in alpha helices are usually around
12◦ [23]. CM outputs suggested that GPR18 TMH3 with its P3.36 actually has a proline kink angle of
16.8◦, similar in magnitude to the Ser/Thr induced bend in TMH7 of DOR.
2.1.2. TMH7
GPR18 lacks the TMH7 NPXXY motif. Instead, it has DVXXY. Prolines are hinge residues capable
of bending helices at specific positions [22]. It may seem that the lack of P7.50 will lead to a straight
helix. However, our conformational studies led us to the observations detailed below. On the one
hand, incorporating a straight TMH7 in the TMH bundle created an empty space on the extracellular
(EC) side of the bundle that cannot be filled by EC loops (specifically EC2 and 3), allowing more water
to enter the orthosteric binding pocket than would be expected for a GPCR that binds lipid-like ligands.
Second, a straight TMH7 changes the position of some key residues. For example, N7.43 is typically a
binding pocket residue, but if TMH7 is straight, its Cα position will face the lipid. Residue 7.39 (T7.39)
has been found in several GPCRs to be a ligand interaction site and therefore, normally, 7.39 is more
accessible to the binding crevice. However, in a straight TMH7 helix, T7.39 faces towards TMH1 and
away from the typical ligand binding pocket. Finally, in a straight TMH7, Y7.53 deviates from its
normal position in the sodium binding pocket [19] (the region with polar residues, including N1.50,
D2.50, S3.39, N7.49, and Y7.53, that are coordinating directly with sodium ion or water molecules).
While TMH7 lacks a proline at 7.50, there are other residues in TMH7 that may induce a helix
distortion/hinge similar to a proline. Ballesteros et al. [23] showed that serines and threonines in alpha
helices can act as hinge residues. The bending produced by each of these residues is produced by
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an intrahelical hydrogen bond between the backbone carbonyl oxygen (at position i-4 for an alpha
helix and i-3 for a 3/10 helix) and the O atom of the Ser or Thr in a χ1 g- dihedral. In GPR18 TMH7,
residues S7.45 and T7.46 deserve particular attention because of their close location to the common
P7.50 in other GPCRs. Therefore, we used the CM method to explore the effect of S7.45 and/or T7.46
on TMH7 conformations. This study explored g− /g+, g+/g−, and g−/g− combinations of S7.45 and
T7.46, respectively, by variation of the χ1 dihedral of these two residues to the chosen value. The
variation range was the same as that used for the proline kink in TMH3 for the ϕ, ψ, and ω dihedrals.
Altogether, the g−/g− combination mimicked best the kink produced by P7.50 in DOR. Among the
low-free energy TMH7 conformers obtained using CM, the TMH7 helix that fit in the bundle without
van der Waals overlaps with residues on other TMHs was selected for the GPR18 model. This TMH7
has a helix bend angle of 14.4◦, a wobble angle of −16.2◦, and a face shift of 26.4◦ at S7.45 and has a
helix bend angle of 15.7◦, a wobble angle of −106.5◦, and a face shift of 32.6◦ at T7.46.
2.1.3. GPR18 Activation
The binding of an agonist and subsequent receptor activation is accompanied by significant
conformational changes in the receptor inactive state structure. Constitutively activated GPCRs do not
need the presence of an agonist to achieve the active state (R*). The main structural changes that define
the R* bundle occur in the cytoplasmic end of the receptor. One of the crucial features is the outward
movement of TMH6 from the receptor core. This movement causes the breakage of the “ionic lock”
(R3.50 and S6.33 interaction, further detailed below), increasing the distance between the IC ends of
TMH6 and TMH3. This movement generates an intracellular opening that allows G-protein interaction.
P6.50 determines the flexible hinge region that mediates the transition from R to R* [24]. To create our
activated bundle from the GPR18 inactive state R model, a CM analysis was performed in the hinge
region of P6.50 to V6.46. From the obtained outputs, a less kinked TMH6 conformer (bend angle: 22◦)
was selected for TMH6 in the R* state model. This TMH6 conformer pulls away from the TMH bundle
on the IC side, ensuring that the TMH3-TMH6 “ionic lock” is broken. The resultant bundle was then
minimized as described in the Methods section.
2.1.4. Ionic Lock and Toggle Switch
TMH6 plays an important role in the transition between the inactive and activated states. When
the receptor is activated, the intracellular end of TMH6 moves away from transmembrane helix bundle,
opening an intracellular space for coupling with the G-protein. This mechanism is mediated by two
important switches that are common between TMH3 and 6. The first one is the “ionic lock” at the IC
ends of TMH3 and TMH6. In most class A GPCRs, the “ionic lock” is a salt bridge between R3.50 and
D/E6.30. In GPR18, the ionic lock is actually a stable hydrogen bond formed between R3.50 and S6.33
(O-N distance = 2.9 Å; NH-O angle of 164◦). The role of the “ionic lock” is to limit the relative mobility
of the cytoplasmic ends of TMH3/6 in the inactive state, and by disruption in the active state, leads to
the formation of an opening at the bottom of the receptor into which the G-protein inserts its α-5 helix
to couple with the receptor.
A second key structural feature is the “toggle switch”. The toggle switch is a pair (trio or quartet)
of residues, one of which is W/F6.48 (of the CWXP flexible hinge motif) and the other(s), is (are)
typically an aromatic or bulky residue that forms an interaction or stack with W/F6.48, stabilizing it
in a χ1 = g+ conformation. In GPR18, the toggle switch is formed by F6.48, M7.42, and H6.52 and
Y3.55 (see Figure 2A). When an agonist enters the GPR18 binding pocket, it triggers a F6.48 χ1 change
from g+ to trans. This conformational change straightens TMH6 and breaks the ionic lock. Since
antagonists/inverse agonists stabilize the inactive state of the receptor, an antagonist/inverse agonist
should block the F6.48 χ1 transition from g+ to trans, thus keeping GPR18 in its inactive state. The
highly conserved F6.44XXCWXPXF6.52 motif is replaced by V6.44XXCFXPXH6.52 in GPR18. Moreover,
the lack of a bulky residue, like M3.36 (in GPR55), or a F3.36 (like CB1 and CB2) [25] directly across
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from F6.48 makes it difficult to control the toggle switch in GPR18. Since there is a P3.36 at this position,
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switch to a trans rotamer. This synergistically leads H6.52 to adopt a χ1 trans conformation in the R* 
model. Key residues are highlighted in magenta thin tubes. 
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H6.52 is i + 4 to F6.48 and is sterically required to switch trans synergistically when F6.48 undergoes 
the χ1 g+ to trans rotameric change (Figure 2B). These residues are also in a tilted-T aromatic stack 
(centroid to centroid distance = 5.99 Å; angle of 75.9°). Taken together, our model predicts that an 
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H6.52 is i + 4 to F6.48 and is sterically required to switch trans synergistically when F6.48 undergoes
the χ1 g+ to trans rotameric change (Figure 2B). These residues are also in a tilted-T aromatic stack
(centroid to centroid distance = 5.99 Å; angle of 75.9◦). Taken together, our model predicts that an
antagonist should promote M7.42 to pack against F6.48. An antagonist could also hold H6.52 in a
χ1 = g+ to promote antagonism. However, an agonist could insert between Y3.35 and F6.48, while
moving M7.42 away from F6.48.
2.2. Molecular Dynamics: Structural Insights into Its Constitutive Activation
GPR18 is a highly constitutively active receptor that produces low cell surface expression [15].
A GPR18 A3.39(108)N mutant has been reported to reduce this constitutively cycling phenotype,
resulting in higher steady-state surface receptor expression [15]. As a test of our newly developed
GPR18 models, we undertook a study of the effects of an A3.39(108)N mutation on the ability of the
mutant to activate. To do this, we performed molecular dynamics simulations of (1) the wild-type
(WT) GPR18 inactive state and (2) the mutant A3.93(102)N inactive state. Each inactive state model
was embedded in a fully hydrated 1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine (POPC) lipid
bilayer and each was simulated for 700 ns, with the first 100 ns required for equilibration. Full details
of MD simulations are provided in the Molecular Dynamics (MD) section. In these simulations, helix8
was placed parallel to the plane of the membrane at the lipid/water interface. In addition, a sodium ion
was positioned in the putative sodium ion binding site to stabilize the inactive state of the receptor.
The role of sodium ions inside the GPCRs has been well documented [19,24,26,27].
2.2.1. Ability to Maintain “Ionic Lock” and Arginine Cage
The RMSD (root mean square deviation) plots for the WT (black) and A3.39N mutant [28] are
shown in Figure 3. The WT system shows gradual fluctuations and quick stabilization with a final
RMSD less than an average of 2.5 Å, while the A3.39N mutant also shows gradual fluctuations and
quick stabilization with a final RMSD less than an average of 2.0 Å. Figure 4 illustrates the heteroatom
to heteroatom distance for the R3.50-S6.33 “ionic lock” pair over the course of the WT (black) and
A3.93N [28] trajectories. The green line in Figure 4 marks the maximum heteroatom to heteroatom
distance for a hydrogen bond to exist (3.2 Å). Points along the trajectory where the plot falls under the
green lines are regions where the R3.50/S6.33 hydrogen bond is formed. As the molecular dynamics
(MD) results in Figure 4 show, the “ionic lock” in WT breaks immediately and never re-forms. In
contrast, the “ionic lock” hydrogen bond for the A3.39N mutant first forms around 100 ns and persists
to 225 ns, it then “flickers” on and off during the rest of the trajectory until very near the end at ~670 ns.
The fact that the R3.50-S6.33 hydrogen bond in the WT trajectory never re-forms once broken, but the
same hydrogen bond in the A3.39N mutant forms, breaks, and re-forms over the course of the trajectory
is a reflection of the strength of the hydrogen bond between a charged and uncharged partner, which
is not as strong as the R3.50-D/E6.30 salt bridge “ionic lock” found in many GPCRs. However, there
clearly must be a difference between the IC domains in the WT vs. mutant, since the mutant manages
to form the “ionic lock” at least some of the time. Taken together, the MD simulations suggest that the
WT receptor is extremely constitutively active, while the mutant is less so. They also suggest that the
A3.39N mutant should show a decrease in basal activity. These two results are consistent with the
GPR18 literature [15].
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plots of the heteroatom to heteroatom distance between R3.50 and D3.49 for WT GPR18 (black) and 
the A3.39N mutant (red) [28]. The green line at 4.0 Å marks the maximum heteroatom-to heteroatom 
salt bridge distance. This plot shows that an R3.50-D3.49 salt bridge exists for a large amount of time 
for the mutant, but this salt bridge exists for WT until 200 ns and is thereafter broken.  
Figure 4. This plot evaluates the stability of the “i er the course of the WT (black) and
A3.9 N (red) trajectories. The gre n line sho s t istance betw en heteroatoms for a
hydrogen bond to exist (3.2 Å). The first 10 ns corres ilibration phase. The next 600 ns
are considered the production phase.
It has been proposed that in the inactive state f s, R3.50 is located in an “arg ine
cage,” in which it forms an intra-helical salt bridge int ti it 3.49 [29]. Figure 5 illustrates
plots of the heteroatom to heteroatom distance between R3.50 and D3.49 for WT GPR18 (black) and the
A3.39N mutant (red) [28]. The green line at 4.0 Å marks the maximu heteroatom-to heteroatom salt
bridge distance. This plot shows that an R3.50-D3.49 salt bridge exists for a large amount of time for
the mutant, but this salt bridge exists for WT until 200 ns and is thereafter broken.
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These results suggest that the A3.39N mutant receptor has a more stabilized arginine cage than
WT. Since R3.50 has to be in a specific position in the arginine cage to in eract with D3.49, this position
may promote R3.50′s ability to also hydroge bond to S6.33. Figur 6 shows a plot of the average
distance between Cα atoms of the last five residues on the cytoplasmic side of TMH3 and of TMH6 for
WT (black) and the A3.39N mutant [28]. As depicted in Figure 6, the distance of the centers of mass of
the last five cytoplasmic end residues of TMH3 (residues Y3.51 to V(124)) and TMH6 (residues K6.30
to I6.34) clearly reveals that in the A3.39N mutant receptor, the cytoplasmic ends of TMH3 and TMH6
are closer during the course of the trajectory than those of the WT receptor. In fact, after 200 ns, the
bottom of the WT receptor appears to b o ened, suggesting that it has activated. T e tendency of the
WT receptor to have its ionic lock broken and the TMH3 and TMH6 IC ends to move away from one
another is consistent with the very high constitutive activity reported for GPR18 [15].Int. J. Mol. Sci. 2019, 20, x FOR PEER REVIEW 9 of 21 
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2.2.2. The Sodium Binding Pocket
To explain the relationship between the A3.39N mutation and GPR18 constitutive activity, the
position of A3.39 in the two simulations previously described was analyzed. Results from prior studies
have shown that in many GPCRs, sodium ions stabilize the inactive state of the receptor by interacting
with two highly conserved residues, D2.50 and S3.39, and three water molecules [19]. Interestingly, the
GPR18 sequence is different from most class A GPCRs in this region as it lacks the highly conserved
polar residue, S3.39 (WT GPR18 has an A3.39 instead). The second important difference in the GPR18
sequence is that unlike 86% of class A GPCRs, GPR18 lacks the NPXXY motif in TMH7 (N7.49-Y7.53).
Instead, it has DVXXY (D7.49-Y7.53). The presence of a negatively charged residue, D7.49, instead of a
neutral one, N7.49, and the lack of a polar residue, like S3.39, might cause a shift of the sodium ion
position toward the cytoplasmic end of the receptor by coordination with two aspartic acid residues,
D2.50 and D7.49 (instead of D2.50 and S3.39). These drastic sequence differences in the sodium binding
pocket region indicate that it is more likely that the sodium ion is located in a lower place than normally
observed in other receptors. In fact, our MD results support this hypothesis. The distance between the
sodium ion and the Cα atom of N3.39 in the A3.39N mutant is shorter than the distance between the
sodium ion and the Cα atom of A3.39 in WT (Figures 7A and 8).
On the other hand, the distance between the Cα atom of N1.50 and the sodium ion increased in
the A3.39N mutant (Figures 7B and 8). Therefore, the sodium ion has moved towards the EC side in
the A3.39N mutant. This is due to the hydrophilicity of residue N3.39, which contributes more in
binding to the sodium ion than the WT hydrophobic residue (A3.39) would contribute. The sodium
ion is pulled approximately 3.0 Å up towards the EC region of the receptor (Figure 8).
The other important aspect of the unique sodium ion binding pocket in GPR18 is the conformation
of D7.49. MD results after 100 ns show that in the WT receptor, the D7.49 χ1 torsion tends to adopt a g−
rotamer conformation (+55◦, average), instead of a normal g+ rotamer conformation (Figure 9). This is
because in the WT system, two negatively charged residues, D2.50 and D7.49, are strong enough to
pull the sodium ion down below the D7.49 carboxylic group side chain. Thus, the ideal conformation
in the WT receptor for D7.49 to easily access the sodium ion and directly interact with it is a χ1 = g−
conformation (Figure 10A, Movie S1). Conversely, the A3.39N mutant simulations show that D7.49
retains its g+ conformation, (−55◦ on average) (Figure 9). Since in the A3.39N mutant, the sodium
moves up (because of the presence of N3.39, Figure 8), the carboxylic acid group of D7.49 follows the
ion upward so that they can interact, with the D7.49 assuming a g+ χ1 value (Figure 10B, Movie S3).
The detailed analysis shows that D7.49 is able to form an additional important inter-helical hydrogen
bond with Q6.43 in the A3.39N mutant (Figure 10B, Movie S3). In contrast, this inter-helical hydrogen
bond is broken in the WT bundle (Figure 10A, Movie S1).
The graphs in Figure 11 compare the heteroatom to heteroatom distances for the Q6.43-D7.49
pair. As shown in Figure 11, during the equilibration (first 100 ns), the distance is small enough for a
hydrogen bond to exist between the two residues in the WT receptor (black line). This corresponds to
the time frame in which D7.49 changes its conformation (Figure 9, black line). Past 100 ns, the WT
distance is too great for a hydrogen bond to exist. In contrast, this distance is frequently below the
maximum for a hydrogen bond in the A3.39N mutant.
Our MD simulations show that there is a strong relation between the Q6.43 to D7.49 hydrogen
bond and the R3.50 to S6.33 “ionic lock” interaction. Even though glutamines are neutral, polar
residues, based on our GPR18 model, Q6.43 is positioned so that it faces the lipid side of TMH6
(Figure 12).
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Figure 10. (A) WT GPR18 bundle: The sodium ion (magenta sphere) is coordinated between D7.49,
D2.50, and N1.50 (highlighted in light blue tubes). To achieve this, D7.49 needs to break its hydrogen
bond with Q6.43. (B) A3.39N mutant bundle: The sodium ion (magenta sphere) is coordinated between
D7.49, D2.50, N1.50, and N3.39 (highlighted in light blue tubes) so that it is possible for D7.49 to keep
the hydrogen bond with Q6.43 (yellow dashed line).
Comparison of the Q6.43 sequence position with the corresponding residue in other class A
GPCRs shows that the amino acids at this position are either non-polar residues (such as Val in CB1
and CB2, Ala in rhodopsin, Leu in adenosine A2A receptor) or small polar residues (like Thr in the
β2-adrenergic receptor, or Ser in the formyl peptide receptor 2). Thus, having a long polar residue, like
the glutamine, along with D7.49 is unique in the GPR18 sequence. MD trajectories reveal that Q6.43
plays an important role in the activation of the receptor in the absence of an agonist (i.e., constitutive
activation). The driving force is the presence of the amide hydrophilic polar side chain of Q6.43 inside
the hydrophobic non-polar acyl chain region of the phospholipid bilayer. As it can be seen in the
trajectories, right after starting the simulation, Q6.43 tends to interact with nearby polar residues.
Hydrogen bonding with D7.49 is the best and shortest way to do this. However, in the wild type
system, this interaction is broken soon after the conformational change of the D7.49 χ1 from g+ to
g− (Figure 13A, Movie S1). This change leads to an active state bundle, which can hardly be seen in
empty GPCR simulations (Movie S2). Our results suggest that the rotameric change of the D7.49 χ1
from g+ to g− in the WT receptor causes the hydrogen bond between D7.49 and Q6.43 to break, which
Int. J. Mol. Sci. 2019, 20, 2300 13 of 21
ultimately leads to a clockwise movement of TMH6 (from a top view) which will break the weak ionic
lock between R3.50/S6.33 (Figure 13A).
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Conversely, in the A3.39 utant receptor, formation of the Q6.43/D7.49 hydrogen bond causes a
counter-clockwise rotation (from the top view) of TMH6. This rotation brings S6.33 close enough to
R3.50 to for an “ionic lock” hydrogen bond (Figure 13B, Movie S3). These results are in agreement with
the experimental data that shows very high constitutive activity for GPR18 and reduced constitutive
activity for the A3.39N mutant [15].
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2.2.3. Other Structural Features That May Contribute to High Constitutive Activity of WT GPR18
Further evidence of GPR18′s tendency to activate can be observed in the activated state model
we developed. The first evidence is the quality of the ionic lock in GPR18, which is formed between
R3.50 and S6.33. The ionic lock keeps TMH3 and TMH6 close at their IC ends and precludes G-protein
interaction. In many other class A GPCRs, this interaction is formed between two charged amino acids,
R3.50 and D/E6.30. Obviously, the interaction between a positively charged residue (arginine) and a
negatively charged aspartic/glutamic acid is stronger than the interaction between the arginine and a
polar neutral residue, like serine. Indeed, the “ionic lock” interaction in GPR18 is a hydrogen bond.
Thus, it could be expected that this interaction in GPR18 could be easily broken. The second reason
is the presence of bulky residues at the right top of the ionic lock. In the current GPR18 model, two
isoleucines are located at the same level on TMH3 and TMH6 in the GPR18 bundle (see Figure 14).
These residues may play an important role in the movement of TMH6. Several studies have suggested
that residues at the relative positions of 3.46 and 6.37 play critical roles in GPCR activation [30]. Since
these two residues are positioned above the ionic lock, the contacts between them might help to break
the weak R3.50/S6.33 interaction in GPR18.
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3. aterials and ethods
3.1. Amino Acid Numbering System
The Ballesteros–Weinstein numbering system for GPCR residues is used in this paper. This system
is based on assigning the label, 0.50, to the most highly conserved amino acid in class A GPCRs for
each TMH [31]. This is preceded by the TMH number. In this system, for example, the most highly
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conserved residue in TMH4 is 4.50. The residue before this would be labeled 4.49, and the one placed
immediately after this would be labeled 4.51. A residue in loops or the N- and C-termini is designated
with its absolute sequence number.
3.2. Receptor Model Development
A homology model of GPR18 was constructed using the X-ray crystal structure of the delta opioid
receptor (DOR) at a 1.8 A◦ resolution as a template (PDB identifier: 4N6H). The DOR was chosen as the
template because it has 26% sequence homology (similarity) with GPR18, has an analogous sodium
binding pocket region, and has a key disulfide bridge between TMH3 and the EC-2 loop. Sequence
similarities include key cysteines in the EC-2 loop (C(172) in GPR18; C(198) in DOR) that form a
disulfide bridge with C3.25 on TMH3 (residues shown by double-headed arrow in Figure 1). This
disulfide bridge helps limit the conformational flexibility of the EC-2 loop and stabilizes its structure.
The GPR18 sequence was first aligned with the sequences of the Rho, CB1, CB2, DOR, β2-AR, and
S1P1 receptors using the highly conserved class A GPCR residues/motifs as alignment guides (TMH 1
N1.50, TMH2 D2.50, TMH3 DRY motif from D3.49 to Y3.51, TMH4 W4.50, TMH5 P5.50, TMH 6 CWXP
motif from C6.47 to P6.50 (blue residues in Figure 1), and TMH7 NPXXY motif from N7.49 to Y7.53).
Based on this alignment, the DOR model was then mutated to the human GPR18 sequence. Two
important motif variations in the human GPR18 sequence compared to other GPCRs in the alignment
are (1) the presence of an F at position 6.48 in the TMH6 CWXP motif instead of W6.48, and (2) TMH7
motif variations with the GPR18 sequence being DVXXY vs. the common TMH7 motif, NPXXY. In
addition, one critical residue difference in the GPR18 sequence is the presence of a proline in TMH3 at
residue 3.36. The presence of this proline may bend TMH3. To explore these possible sequence-dictated
conformational deviations, we employed the combined Monte Carlo (MC) and simulated annealing
(SA) technique, conformational memories (CM). CM allows an exploration of the flexibility introduced
by helix bending residues, such as proline, and outputs a set of low free energy helix conformations
from which a new helix conformer can be chosen.
3.3. Conformational Memories Technique for Calculating TMH Conformations
Conformational memories is a simulated annealing/Monte Carlo (MC) conformational analysis
method that can be used to explore the sequence dictated range of conformations available at
biological temperatures (310 K) for a TMH. Key sequence divergences between the template and
GPR18 were explored using CM. This technique has been previously validated in the development of
GPCR models [32–34]. In this method, conformational consequences of helix bending residues were
extensively and effectively explored in two separate phases. In the exploratory phase, the starting
temperature for the simulated annealing (SA) was 3000 K, with cooling to 310 K in 18 temperature
steps. At each temperature, 50,000 MC steps were applied. With each step, two dihedral angles and
one bond angle were varied in the range of ±180◦ for dihedrals and of ±8◦ for bond angles. In the
biased sampling phase, CM explores only regions that were highly populated in the first phase. The
starting temperature was 749.4 K, with cooling in nine temperature steps to 310 K. At each temperature,
50,000 MC steps were applied. All calculations were performed using a distance-dependent dielectric
and the PARAM22 force field [28,35,36] without CMAP corrections [37].
3.4. Modeling of the EC and IC Loop Conformations of the Receptor and the N- and C-Termini
The DOR crystal structure has its EC-2 loop splayed out, providing water molecules with free
access to the binding crevice. Since the GPR18 endogenous ligands are lipid-derived, it is very likely
that GPR18 ligands enter via the lipid bilayer [38]. As a result, the EC loops and/or the N-terminus
likely shield the receptor binding pocket from water. Therefore, the GPR18 EC loops and N terminus
were modeled so that they would shield the binding site from water. As Figure 1 shows, the EC-2 is
the longest GPR18 loop (L(159)-V(184)) and it includes C(172), which likely forms a disulfide bridge
with C3.25, providing some structural stability. MODELLER 8.2 [39–41] was used to generate the
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N terminus (Met(1) to Pro(18)) and the IC and EC loops (IC-1: Thr(51) to Thr(55), IC-2: Pro(126) to
Lys(133), IC-3: His(216) to Val(226), EC-1: Glu(86) to Gly(90), EC-2: Leu(159) to Val(184), EC-3: Thr(259)
to Tyr(264)). A limited distance between Cys(172) and Cys3.25 was placed in the EC-2 loop calculation
so that the highly conserved disulfide bridge was preserved. The final loops were energy minimized
to a gradient of 0.05 kJ/mol.Å with 2500 maximum iterations using the generalized born/surface area
(GB/SA) continuum solvation model for water and the OPLS3 [42–44] force field in Macromodel
10.7.014 (Schrödinger Release 2017-4: MacroModel, Schrödinger, LLC, New York, NY, USA, 2017),
while the TMH region was frozen.
3.5. Receptor Minimization
The resultant model was energy minimized using the protocol previously reported in our lab [45].
The minimization protocol used the OPLS3 [42–44] all atom force field in Macromodel (Schrödinger
2017-4: MacroModel, Schrödinger, LLC, New York, NY, USA, 2017). An extended Van der Waals cutoff
(8.0 Å, updated every 10 steps), a 20.0 Å electrostatic cutoff, and a 4.0 Å hydrogen bond cutoff were
used in each stage of the calculation.
3.6. Molecular Dynamics (MD)
The wild type and mutant GPR18 models were oriented with respect to the membrane using
the template, 4n6h, from the Orientation of Proteins in Membranes database [46] and placed in a
hydrated 1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine (POPC) bilayer using the CHARMM-GUI
server. [47,48] The resulting system contained 155 POPC molecules, 15,177 water molecules, and
an ionic strength of 0.15 M NaCl. The resulting simulation cell contained 71,363 atoms and was
80.3 Å × 80.3 Å 119.5 Å. All molecular dynamics runs employed the all atom additive CHARMM36m
force field for proteins [49], and CHARMM36 for lipid and ions [28]. The system was energy minimized
and relaxed using the multistep schedule as described previously [48]. Subsequent to this relaxation,
700 ns of unbiased MD was performed for each system. The first 100 ns of which were considered as
equilibration (see Figure 3).
All MD simulations were performed with the GPU version of AMBER 16 [36,50,51] in the
semi-isotropic NPT ensemble using a Langevin thermostat (T = 310 K, using a friction coefficient of
1 ps−1) and a Monte Carlo barostat (P = 1 bar) as implemented in AMBER 16. Long range electrostatics
were treated using PME (particle mesh ewald) and the Van der Waal force switching method was
applied starting at 10 Å with a cutoff of 12 Å. High-frequency bonds to hydrogen were constrained
using the SHAKE method, allowing the use of a 2-fs integration time step.
Finally, a sodium ion was positioned in the putative sodium ion binding site. This site includes
the polar residues, N1.50, D2.50, S3.39, N7.49, and Y7.53, and directly coordinates a sodium ion to
stabilize the inactive state of the receptor.
RMSD plots for the TMH bundle versus time were used to analyze the bundle geometry stability
in the bilayer.
4. Conclusions
Our results suggest that the high constitutive activity of GPR18 is sequence driven and dependent
on sodium binding pocket effects. To date, there has not been a systematic, comprehensive, and
extended mutagenesis study of GPR18. Hopefully, by identifying the critical residues involved in the
activation of GPR18, our model can aid future drug design studies. Further, we suggest that ligand
development for GPR18 should concentrate on the development of inverse agonists/antagonists. It
is possible that the sequence driven, high constitutive activity of GPR18 may preclude the need for
agonist development.
Supplementary Materials: Supplementary materials (Movies S1, S2, and S3 in Avi format) can be found at
http://www.mdpi.com/1422-0067/20/9/2300/s1.
Int. J. Mol. Sci. 2019, 20, 2300 18 of 21
Author Contributions: Conceptualization, N.S. and P.H.R.; Data curation, N.S. and D.P.H.; Formal analysis, N.S.,
P.M. and D.P.H.; Investigation, N.S.; Methodology, N.S., P.M., D.L. and P.H.R.; Supervision, P.H.R.; Validation,
N.S.; Visualization, D.P.H.; Writing—original draft, N.S., P.M.; Writing—review and editing, P.H.R.
Funding: This research was supported by a grant from the National Institutes on Drug Abuse KO5 DA021358
to PHR.
Acknowledgments: P.M. would like to thank CAM (Comunidad Autónoma de Madrid) for her postdoctoral
fellowship “Atracción de Talento” 2018-T2/BMD-10819.
Conflicts of Interest: The authors declare no conflict of interest.
Abbreviations












AMBER Assisted Model Building with Energy Refinement
References
1. Miller, S.; Leishman, E.; Oehler, O.; Daily, L.; Murataeva, N.; Wager-Miller, J.; Bradshaw, H.; Straiker, A.
Evidence for a GPR18 role in diurnal regulation of intraocular pressure. Investig. Ophthalmol. Vis. Sci. 2016,
57, 6419–6426. [CrossRef]
2. Nourbakhsh, F.; Atabaki, R.; Roohbakhsh, A. The role of orphan G protein-coupled receptors in the
modulation of pain: A review. Life Sci. 2018, 212, 59–69. [CrossRef] [PubMed]
3. Qin, Y.; Verdegaal, E.M.E.; Siderius, M.; Bebelman, J.P.; Smit, M.J.; Leurs, R.; Willemze, R.; Tensen, C.P.;
Osanto, S. Quantitative expression profiling of G-protein-coupled receptors (GPCRs) in metastatic melanoma:
The constitutively active orphan GPCR GPR18 as novel drug target. Pigment Cell Melanoma Res. 2011, 24,
207–218. [CrossRef] [PubMed]
4. Rajaraman, G.; Simcocks, A.; Hryciw, D.H.; Hutchinson, D.S.; McAinch, A.J. G protein coupled receptor
18: A potential role for endocannabinoid signaling in metabolic dysfunction. Mol. Nutr. Food Res. 2016, 60,
92–102. [CrossRef] [PubMed]
5. Takenouchi, R.; Inoue, K.; Kambe, Y.; Miyata, A. N-arachidonoyl glycine induces macrophage apoptosis via
GPR18. Biochem. Biophys. Res. Commun. 2012, 418, 366–371. [CrossRef]
6. Kohno, M.; Hasegawa, H.; Inoue, A.; Muraoka, M.; Miyazaki, T.; Oka, K.; Yasukawa, M. Identification of
N-arachidonylglycine as the endogenous ligand for orphan G-protein-coupled receptor GPR18. Biochem.
Biophys. Res. Commun. 2006, 347, 827–832. [CrossRef]
7. McHugh, D.; Hu, S.S.J.; Rimmerman, N.; Juknat, A.; Vogel, Z.; Walker, J.M.; Bradshaw, H.B. N-arachidonoyl
glycine, an abundant endogenous lipid, potently drives directed cellular migration through GPR18, the
putative abnormal cannabidiol receptor. BMC Neurosci. 2010, 11, 44. [CrossRef] [PubMed]
8. McHugh, D.; Page, J.; Dunn, E.; Bradshaw, H.B. ∆9-Tetrahydrocannabinol and N-arachidonyl glycine are full
agonists at GPR18 receptors and induce migration in human endometrial HEC-1B cells. Br. J. Pharmacol.
2012, 165, 2414–2424. [CrossRef] [PubMed]
9. Chiang, N.; Dalli, J.; Colas, R.A.; Serhan, C.N. Identification of resolvin D2 receptor mediating resolution of
infections and organ protection. J. Exp. Med. 2015, 212, 1203–1217. [CrossRef]
10. Lu, V.B.; Puhl, H.L.; Ikeda, S.R. N-Arachidonyl Glycine Does Not Activate G Protein-Coupled Receptor 18
Signaling via Canonical Pathways. Mol. Pharmacol. 2013, 83, 267–282. [CrossRef]
Int. J. Mol. Sci. 2019, 20, 2300 19 of 21
11. Yin, H.; Chu, A.; Li, W.; Wang, B.; Shelton, F.; Otero, F.; Nguyen, D.G.; Caldwell, J.S.; Chen, Y.A. Lipid G
protein-coupled receptor ligand identification using beta-arrestin PathHunter assay. J. Biol. Chem. 2009, 284,
12328–12338. [CrossRef] [PubMed]
12. Laschet, C.; Dupuis, N.; Hanson, J. The G Protein-Coupled Receptors deorphanization landscape. Biochem.
Pharmacol. 2018, 153, 62–74. [CrossRef] [PubMed]
13. Alexander, S.P.H.; Christopoulos, A.; Davenport, A.P.; Kelly, E.; Marrion, N.V.; Peters, J.A.; Faccenda, E.;
Harding, S.D.; Pawson, A.J.; Sharman, J.L.; et al. The concise guide of pharmacology 2017/18: G
protein-coupled receptors. Br. J. Pharmacol. 2017, 174, S17–S129. [CrossRef] [PubMed]
14. Pertwee, R.G.; Howlett, A.C.; Abood, M.E.; Alexander, S.P.H.; Marzo, V.D.; Elphick, M.R.; Greasley, P.J.;
Hansen, H.S.; Kunos, G. International Union of Basic and Clinical Pharmacology. LXXIX. Cannabinoid
Receptors and Their Ligands: Beyond CB1 and CB2. Pharmacol. Rev. 2010, 62, 588–631. [CrossRef] [PubMed]
15. Finlay, D.B.; Joseph, W.R.; Grimsey, N.L.; Glass, M. GPR18 undergoes a high degree of constitutive trafficking
but is unresponsive to N-Arachidonoyl Glycine. PeerJ 2016, 4, e1835. [CrossRef]
16. Console-Bram, L.; Brailoiu, E.; Brailoiu, G.C.; Sharir, H.; Abood, M.E. Activation of GPR18 by cannabinoid
compounds: A tale of biased agonism. Br. J. Pharmacol. 2014, 171, 3908–3917. [CrossRef]
17. Taddese, B.; Deniaud, M.; Garnier, A.; Tiss, A.; Guissouma, H.; Abdi, H.; Henrion, D.; Chabbert, M. Evolution
of chemokine receptors is driven by mutations in the sodium binding site. PLoS Comput. Biol. 2018, 14, 1–25.
[CrossRef]
18. Montaner, S.; Kufareva, I.; Abagyan, R.; Gutkind, J.S. Molecular Mechanisms Deployed by Virally Encoded G
Protein–Coupled Receptors in Human Diseases. Annu. Rev. Pharmacol. Toxicol. 2013, 53, 331–354. [CrossRef]
19. Katritch, V.; Fenalti, G.; Abola, E.E.; Roth, B.L.; Cherezov, V.; Stevens, R.C. Allosteric sodium in class A GPCR
signaling. Trends Biochem. Sci. 2014, 39, 233–244. [CrossRef]
20. Ballesteros, J.A.; Weinstein, H. Analysis and refinement of criteria for predicting the structure and relative
orientations of transmembranal helical domains. Biophys. J. 1992, 62, 107–109. [CrossRef]
21. Rose, P.W.; Beran, B.; Bi, C.; Bluhm, W.F.; Dimitropoulos, D.; Goodsell, D.S.; Prlic, A.; Quesada, M.; Quinn, G.B.;
Westbrook, J.D.; et al. The RCSB Protein Data Bank: Redesigned web site and web services. Nucleic Acids Res.
2011, 39, D392–D401. [CrossRef]
22. Visiers, I.; Braunheim, B.B.; Weinstein, H. Prokink: A protocol for numerical evaluation of helix distortions
by proline. Protein Eng. 2000, 13, 603–606. [CrossRef] [PubMed]
23. Ballesteros, J.A.; Deupi, X.; Olivella, M.; Haaksma, E.E.; Pardo, L. Serine and threonine residues bend
alpha-helices in the chi(1) = g(-) conformation. Biophys. J. 2000, 79, 2754–2760. [CrossRef]
24. Shang, Y.; Lerouzic, V.; Schneider, S.; Bisignano, P.; Pasternak, G.W.; Filizola, M. Mechanistic insights into
the allosteric modulation of opioid receptors by sodium ions. Biochemistry 2014, 53, 5140–5149. [CrossRef]
[PubMed]
25. McAllister, S.D.; Hurst, D.P.; Barnett-Norris, J.; Lynch, D.; Reggio, P.H.; Abood, M.E. Structural Mimicry in
Class AG Protein-coupled Receptor Rotamer Toggle Switches THE IMPORTANCE OF THE F3. 36 (201)/W6.
48 (357) INTERACTION IN CANNABINOID CB1 RECEPTOR ACTIVATION. J. Biol. Chem. 2004, 279,
48024–48037. [CrossRef] [PubMed]
26. Miao, Y.; Caliman, A.D.; McCammon, J.A. Allosteric Effects of Sodium Ion Binding on Activation of the M3
Muscarinic G-Protein-Coupled Receptor. Biophys. J. 2015, 108, 1796–1806. [CrossRef] [PubMed]
27. Gutiérrez-de-Terán, H.; Massink, A.; Rodríguez, D.; Liu, W.; Han, G.W.; Joseph, J.S.; Katritch, I.; Heitman, L.H.;
Xia, L.; Ijzerman, A.P.; et al. The Role of a Sodium Ion Binding Site in the Allosteric Modulation of the A2A
Adenosine G Protein-Coupled Receptor. Structure 2013, 21, 2175–2185. [CrossRef]
28. Klaudia, J.B.; Venable, R.M.; Freites, J.A.; O’Connor, J.W.; Tobias, D.J.; Mondragon-Ramirez, C.; Vorobyov, I.;
Alexander, D.; MacKerell, J.; Pastor, R.W. Update of the CHARMM All-Atom Additive Force Field for Lipids:
Validation on Six Lipid Types. J. Phys. Chem. B 2010, 114, 7830–7843. [CrossRef] [PubMed]
29. Ballesteros, J.; Kitanovic, S.; Guarnieri, F.; Davies, P.; Fromme, B.J.; Konvicka, K.; Chi, L.; Millar, R.P.;
Davidson, J.S.; Weinstein, H.; et al. Functional microdomains in G-protein-coupled receptors: The conserved
arginine-cage motif in the gonadotropin-releasing hormone receptor. J. Biol. Chem. 1998, 273, 10445–10453.
[CrossRef]
30. Venkatakrishnan, A.J.; Deupi, X.; Lebon, G.; Heydenreich, F.M.; Flock, T.; Miljus, T.; Balaji, S.; Bouvier, M.;
Veprintsev, D.B.; Tate, C.G.; et al. Diverse activation pathways in class A GPCRs converge near the
G-protein-coupling region. Nature 2016, 40, 383–388. [CrossRef]
Int. J. Mol. Sci. 2019, 20, 2300 20 of 21
31. Ballesteros, J.; Weinstein, H. Integrated methods for the construction of three-dimensional models and
computational probing of structure-function relations in G protein-coupled receptors. Methods Neurosci.
1995, 25, 366–428.
32. Guarnieri, F. Conformational Memories and a Simulated Annealing Program That Learns: Application to
LTB4. J. Comput. Chem. 1995, 16, 648–653. [CrossRef]
33. Guarnieri, F.; Weinstein, H. Conformational Memories and the Exploration of Biologically Relevant Peptide
Conformations: An Illustration for the Gonadotropin-Releasing Hormone. J. Am. Chem. Soc. 1996, 118,
5580–5589. [CrossRef]
34. Reggio, P.H. Computational methods in drug design: Modeling G protein-coupled receptor monomers,
dimers, and oligomers. AAPS J. 2006, 8, E322–E336. [CrossRef]
35. MacKerell, A.D.; Bashford, D.; Bellott, M.; Dunbrack, R.L.; Evanseck, J.D.; Field, M.J.; Fischer, S.; Gao, J.;
Guo, H.; Ha, S.; et al. All-atom empirical potential for molecular modeling and dynamics studies of proteins.
J. Phys. Chem. B 1998, 102, 3586–3616. [CrossRef] [PubMed]
36. Salomon-Ferrer, R.; Gotz, A.W.; Poole, D.; Le Grand, S.; Walker, R.C. Routine Microsecond Molecular
Dynamics Simulations with AMBER on GPUs. 2. Explicit Solvent Particle Mesh Ewald. J. Chem. Theory
Comput. 2013, 9, 3878–3888. [CrossRef]
37. Buck, M.; Bouguet-Bonnet, S.; Pastor, R.W.; MacKerell, A.D., Jr. Importance of the CMAP correction to the
CHARMM22 protein force field: Dynamics of hen lysozyme. Biophys. J. 2006, 90, L36–L38. [CrossRef]
38. Hurst, D.P.; Grossfield, A.; Lynch, D.L.; Feller, S.; Romo, T.D.; Gawrisch, K.; Pitman, M.C.; Reggio, P.H. A
lipid pathway for ligand binding is necessary for a cannabinoid G protein-coupled receptor. J. Biol. Chem.
2010, 285, 17954–17964. [CrossRef]
39. Eswar, N.; Webb, B.; Marti-Renom, M.A.; Madhusudhan, M.S.; Eramian, D.; Shen, M.-y.; Pieper, U.; Sali, A.
Comparative Protein Structure Modeling Using Modeller. Curr. Protoc. Bioinform. 2006, 15, 1–46. [CrossRef]
[PubMed]
40. Fiser, A.; Kinh Gian Do, R.; Sali, A. Modeling Loops in Protein Structures. Protein Sci. 2000, 9, 1753–1773.
[CrossRef]
41. Šali, A.; Blundell, T.L. Comparative Protein Modelling by Satisfaction of Spatial Restraints. J. Mol. Biol. 1993,
234, 779–815. [CrossRef]
42. Harder, E.; Damm, W.; Maple, J.; Wu, C.; Reboul, M.; Xiang, J.Y.; Wang, L.; Lupyan, D.; Dahlgren, M.K.;
Knight, J.L.; et al. OPLS3: A Force Field Providing Broad Coverage of Drug-like Small Molecules and
Proteins. J. Chem. Theory Comput. 2016, 12, 281–296. [CrossRef]
43. Shivakumar, D.; Williams, J.; Wu, Y.; Damm, W.; Shelley, J.; Sherman, W. Prediction of Absolute Solvation
Free Energies using Molecular Dynamics Free Energy Perturbation and the OPLS Force Field. J. Chem. Theory
Comput. 2010, 6, 1509–1519. [CrossRef] [PubMed]
44. Jorgensen, W.L.; Tirado-Rives, J. The OPLS [optimized potentials for liquid simulations] potential functions
for proteins, energy minimizations for crystals of cyclic peptides and crambin. J. Am. Chem. Soc. 1988, 110,
1657–1666. [CrossRef]
45. Morales, P.; Hurst, D.P.; Reggio, P.H. Methods for the Development of In Silico GPCR Models. In Methods in
Enzymology; Reggio, P.H., Ed.; Elsevier: Amsterdam, The Netherlands, 2017; pp. 405–448.
46. Lomize, M.A.; Pogozheva, I.D.; Joo, H.; Mosberg, H.I.; Lomize, A.L. OPM database and PPM web server:
Resources for positioning of proteins in membranes. Nucleic Acids Res. 2011, 40, D370–D376. [CrossRef]
47. Jo, S.; Kim, T.; Im, W. Automated builder and database of protein/membrane complexes for molecular
dynamics simulations. PLoS ONE 2007, 2, e880. [CrossRef]
48. Lee, J.; Cheng, X.; Swails, J.M.; Yeom, M.S.; Eastman, P.K.; Lemkul, J.A.; Wei, S.; Buckner, J.; Jeong, J.C.; Qi, Y.
CHARMM-GUI input generator for NAMD, GROMACS, AMBER, OpenMM, and CHARMM/OpenMM
simulations using the CHARMM36 additive force field. J. Chem. Theory Comput. 2015, 12, 405–413. [CrossRef]
[PubMed]
49. Huang, J.; Rauscher, S.; Nawrocki, G.; Ran, T.; Feig, M.; de Groot, B.L.; Grubmüller, H.; MacKerell, A.D.
CHARMM36: An Improved Force Field for Folded and Intrinsically Disordered Proteins. Biophys. J. 2017,
112, 175a–176a. [CrossRef]
Int. J. Mol. Sci. 2019, 20, 2300 21 of 21
50. Available online: http://ambermd.org/index.php (accessed on 9 May 2019).
51. Case, D.A.; Cheatham III, T.E.; Darden, T.; Gohlke, H.; Luo, R.; Merz Jr, K.M.; Onufriev, A.; Simmerling, C.;
Wang, B.; Woods, R.J. The Amber biomolecular simulation programs. J. Comput. Chem. 2005, 26, 1668–1688.
[CrossRef]
© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).
